respectively. To assess the utility of combining several virulence markers to predict UTI, we 84 used a logistic regression with a backward procedure to select the most relevant markers; only 85 markers for which AUC ROC was greater than 0.80 were initially entered as explanatory 86 variables in the regression analysis. A ROC curve was then generated for the combination 87
derived from the regression model and its area compared with that of every single virulence 88 marker by a non-parametric method adapted to paired data [6] . A P value ≤ 0.05 was 89 considered as reflecting statistical significance. A log rank test was used to compare the entire 90 survival curves in nematode killing assays. The analysis was carried out using SAS 
